Here, we report the draft genome sequence of Salmonella enterica subsp. diarizonae serovar 61:k:1,5,(7) strain 1569, alternatively named 14PM0011, which is a common serovar in German sheep that is unrepresented in the databases and considered and described as being host adapted with low virulence.
buffer set kit (Hilden, Germany). DNA libraries were constructed using the Nextera XT DNA preparation kit, and paired-end sequencing was performed on the MiSeq platform (Illumina, Inc., San Diego, CA, USA) using a 600-cycle MiSeq reagent kit. Quality checking was performed with FastQC. In total, 990,500 reads were generated. Reads were de novo assembled using SPAdes 3.12.0 in Bayes Hammer mode (-careful) (6) and evaluated with QUAST v4.3 (7) with standard settings. Filtering of the sample was performed by removing contigs with coverage less than 5ϫ and a size below 500 bases. The genome assembly was represented by 66 contigs with an N 50 contig length of 158,533 bp, in which the largest contig had 372,036 bp. The average coverage was Ͼ90-fold. The combined length of the contigs was 4,794,677 bp with a GϩC content of 51.36%. Annotation was performed with Prokka 1.12 (8) . Annotation features include 4,448 DNA coding sequences (CDSs), 9 rRNAs, 76 tRNAs, and 1 transfer-messenger RNA (tmRNA). These data are in concordance with those of other reported Salmonella enterica isolates.
Data availability. The whole-genome sequence of Salmonella enterica subsp. diarizonae serovar 61:k:1,5,(7) strain 1569, also known as 14PM0011, was submitted to NCBI with the RefSeq assembly accession number GCF_005280635, to the SRA under accession number SRX5804671, and to GenBank under accession number SZWB00000000. The version described in this paper is the first version.
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